Remarks 

Amendments to the Claims 

Independent claims 1, 7, and 9 are amended to recite a 14189 polypeptide "having a 
kinase activity." This amendment is supported throughout the specification, e.g., in paragraphs 
[0027] and [0028]. 

Listing of References in the Specification 

The Office Action points out that the references cited in the specification is not an 
Information Disclosure Statement. An IDS was filed on October 14, 2003. Applicant did not 
intend the specification to be an IDS. 

Rejections of Claims 1-12 Under 35 U.S.C. S 1 12 If 1 

Claims 1-12 stand rejected under 35 U.S.C. § 112 If 1 as neither described nor enabled. 
Applicants respectfully traverse the rejection. 

Written Description 

Independent claims 1 , 7, and 9 as amended recite the following groups of polypeptides 
which have a kinase activity: 

(i) polypeptides which are encoded by a nucleic acid comprising a 

nucleotide sequence which is at least 97% identical to the nucleic acid 
molecule of SEQ ID NO:l, nucleotides 48-1682 of SEQ ID NO:l, or 
the cDNA insert of the plasmid deposited with ATCC as Accession 
Number PTA-2333; 
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(ii) polypeptides encoded by a nucleic acid comprising the nucleotide 
sequence of SEQ ID NO:l, nucleotides 48-1682 of SEQ ID NO:l, or 
the cDNA insert of the plasmid deposited with ATCC as Accession 
Number PTA-2333; 

(iii) polypeptides having the amino acid sequence of SEQ ID NO:2; 

(iv) polypeptides comprising the serine kinase domain of 14189 (amino acid 
residues 13-304 of SEQ ID NO:2); 

(v) polypeptides comprising the amino acid sequence shown in SEQ ID 
NO:2 and a non-kinase polypeptide; 

(vi) polypeptides comprising the serine kinase domain of 14189 (amino acid 
residues 13-304 of SEQ ID NO:2) and a non-kinase polypeptide; and 

(vii) fusion polypeptides encoded by a nucleic acid comprising a nucleotide 
sequence which encodes SEQ ID NO:2 operably linked to a non-kinase 
polypeptide. 

The Office Action acknowledges that the specification describes polypeptides "having 
the amino acid sequence of SEQ ID NO:2; i.e., polypeptides recited in (ii) and (iii) of 
independent claims 1, 7, and 9. But the Office Action contends that disclosure of the amino acid 
sequence of SEQ ID NO:2 is insufficient to describe the other polypeptides recited in claims 1- 
12. 

The specification describes each of the recited types of polypeptides. Fusion 
polypeptides, including GST-kinase and kinase-immunoglobulin fusion polypeptides, are taught 
in paragraphs [0083]-[0085] of the specification, and the serine kinase domain of 14189 is taught 
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. in paragraph [0035]. Thus, the specification describes polypeptides recited in (iv), (v), (vi), and 
(vii) of claims 1, 7, and 9. 

Nucleotide sequences which are at least 97% identical to SEQ ID NO:l, to nucleotides 
48-1682 of SEQ ID NO:l, or to the cDNA insert of the deposited plasmid are inherently 
disclosed in the specification. For example, it is well known that the genetic code is degenerate. 
The skilled artisan can readily envisage nucleotide sequences which, for example, are 97% 
identical to the recited sequences and which encode the polypeptide of SEQ ID NO:2 or a closely 
related allelic variant (see, e.g., paragraphs [0060] and [0061]). The specification therefore 
describes polypeptides recited in (i) of claims 1, 7, and 9. 

The specification adequately satisfies the written description requirement of 35 U.S.C. § 
1 12 If 1. Applicants respectfully request withdrawal of this rejection. 

Enablement 

The enablement rejection is based on the alleged lack of "functional limits on the recited 
polypeptides and only minor structural limitations on the recited polypeptides." Office Action at 
page 5. Claims 1-12 as amended recite that the polypeptides have a kinase activity. And, as 
discussed above in connection with the written description rejection, the specification describes 
each of the recited genera of polypeptides. Thus, it would not require undue experimentation for 
the skilled artisan to use the recited polypeptides to practice any of the assays for binding 
disclosed in the specification or any of the other binding assays well known in the art. 
Deposit Requirement 

The Office Action requests a statement regarding future availability of the deposited 
plasmid. The requested statement was filed with the application and is available in the image file 
wrapper in PAIR. A copy is attached. 
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The specification adequately satisfies the enablement requirement of 35 U.S.C. § 1 12 1f 1. 
Applicants respectfully request withdrawal of this rejection. 

Rejection of Claims 1-12 Under 35 U.S.C. § 102(e) 

Claims 1-12 stand rejected as anticipated under 35 U.S.C. § 102(e) by U.S. Patent 
6,41 3,756 (Yan). Applicants respectfully traverse the rejection. 

A reference cited under 35 U.S.C. § 102 must expressly or inherently describe each 
element set forth in the rejected claim. Verdegaal Bros. v. Union Oil Co. of California, 814 F.2d 
628, 631, 2 U.S.P.Q.2d 1051, 1053 (Fed. Cir. 1987). The Office Action cites Yan as teaching "a 
1868 bp nucleic acid molecule which has a best local similarity score of 96.5% identity to 
instantly disclosed SEQ ID NO:l" and which Yan identifies as encoding a human kinase. Office 
Action at page 8 \ 2. 

Claim 1 recites nucleic acids which comprise one of the following sequences: 

• the nucleotide sequence of SEQ ID NO: 1 ; 

• nucleotides 48-1682 of SEQ ID NO:l; 

• the cDNA insert of the plasmid deposited with ATCC as Accession Number PTA- 
2333; 

• a nucleotide sequence which is at least 97% identical to the nucleic acid molecule 
of SEQ ID NO: 1; 

• a nucleotide sequence which is at least 97% identical to nucleotides 48-1682 of 
SEQ ID NO: 1; and 

• a nucleotide sequence which is at least 97% identical to the cDNA insert of the 

plasmid deposited with ATCC as Accession Number PTA-2333. 
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. Yan does not anticipate any of these nucleic acids. A nucleic acid molecule with "a best local 
similarity score of 96.5% identity" to SEQ ID NO:l does not anticipate a nucleic acid molecule 
with a nucleotide sequence which is at least 97% identical to any of the recited sequences. The 
Office Action did not include an alignment between Yan's sequence and Applicants' SEQ ID 
NO:l. But the result of a BLAST alignment between Yan's 1868 bp SEQ ID NO:l ("Sequence 
1"; "Query") and Applicants' SEQ ID NO:l ("Sequence 2"; "Sbjct") is shown graphically 



First, the two sequences do not align over their whole length but are aligned in two separate 
sections. The BLAST alignments of the two separate sections are shown below. 



below: 



Sequence 1; kljl_seq_l 
Length =1368 (1 186$) 



Sequence 2; lcl|2_seqJ2 
Length = 1664(1 1664) 
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Score - 1536 hizs (626), Expect - 0.0 
Identities « €50/657 Gaps = 6/837 (0*> 

Strand«?iss/?lu5 



Query 743 GGCCACGACAGACGCTGGATGCCCTCCT ACCGCCAGACACCTCCCCAGAGGCCTTGGACC. 302 

I ! I I I !! ! M I! I ) I i I ) I ! I i I M ! I i I n I I i I ! I I II I i I I 1 1 1 1 I f i M M i I 
Sbjct S14 GGCCACGACAGACGCTGGATGCCCrCCTACCGCCAGACACCICC GAGGCCTTGGACC 370 

Query 303 TCCTTAGGCGACTCCTGGTGTTCGCCCCGGACAAGCGGTTAAGCGCGACCCAGGCACTGC 362 

1 1 1 1 m 1 1 1 1 m i i i n f 1 1 i n n n 1 1 1 n i m i 1 1 n n u i n n i iinn n 1 1 

Sbjct 371 TCCTTAGGCGACTCCIGGTGTTCGCCCCGGACAAGCGGITAAGCGCGACCCAGGCACTGC 930 

Query 363 AGCACCCCTACGTGCAGAGGTTCCACTGCCCCAGCGACGAGTGGGCACGAGAGGCAGATG 522 

I I I I f M I I I i I I M I i 1 I I II II I I II N I N II I II i I I H II I I I I! H I II I I 
Sbict 931 AGC ACCCC T ACGTG CAGAGG CACTGCCCCAGCGACGAGTGGGCACGAGAGGCAGAIG 9S7 

Query 923 TGCGGCCCCGGGCACACGAAGGGGTCCAGCTCTCTGTGCCTGAGTACCGCAGCCGCGTCT 9S2 

1 1 1 1 ii i i i n i i n i i i n 1 1 ii 1 1 1 n 1 1 1 i i n 1 1 1 1 n i ii n 1 1 1 1 1 1 1 n n ii i 

Sbjc- 983 TGCGGCCCCGGGCACACGAAGGGGTCCAGCTCICIGTGCCTGAGTACCGCAGCCGCGTCT 1047 

Query 963 ATCAGATG AXCC TGGAGTGTGGAGGCAGCAGCGGCACC I CGAG AGAGAAGGGCC CG G AGG 1042 

I M 1 1 II 1 1 I I 1 1 I I 1 1 i I II 1 I M 1 II I 1 1 1 M M II II I II I I I M I I M I 1 1 1 I i M 
5b1 ct 1 04 6: ATCAGATGAICCTGGAGTGTGGAGGCAGCAGCGGCACCTCGAGAGAGAAGGGCCCGGAGG 1107 

Query 1043 ' GTGTCTCCCCAAGCCAGGCACACCTGCACAAACCCAGAGCCGACCCTCAGCTGCCIICTA 1102 

M I H I I 1 1 1 1 I I I M I i I M 1 1 1 1 1 1 1 I 1 1 1 1 I I f I M 1 1 1 1 H 1 1 M M 1 1 1 1 1 M M 
5bj ct 1 1 0 e GTGTC7CCCC AAGCC AGGCAC ACC TGCAC AAACCCAG AGC CGACCC TC AGCT GC CT TC T A 1167 

Query 1 1 03 GGACACC7GIGCAGGGTCCCAGACCCAGGCCCCAGAGCAGCCCAGGCCATGACCCTGCCG 1 1 62 

I i I 1 1 M 1 1 I I i I I I 1 1 i I 1 1 M I I ! M I 1 1 I M II I I M 1 1 1 II II 1 1 HI I 1 1 I H M 
Sb1ct 1 168 GGACACCIG1GCAGGGTCCCAGACCCAGGCCCCAGAGCAGCCCAGGCCATGACCCTGCCG 1227 

Query 1163 AGCACGAGTCCCCCCGTGCAGCCAAGAACGTTCCCAGGCAGAACTCCGCTCCCCIGCTCC 1222 

1 1 1 n 1 1 1 1 1 1 \ ii 1 1 1 1 1 1 1 n n n i m m n n 1 1 1 u 1 1 ii 1 1 1 1 n 1 1 1 1 n i r i 

5b j cz 122 5 AGCACG AGT CCCCCCG I GCAGCCAAGAACGT TCCCAGGCAGAAC TCCGC TCC CC TGCTCC 1237 

Query 1223 AAAC TGCTC TCC TAGAGAATGGGG AAAGGCCCCCTGGGGCGAAGGAAGCGCC CC CCITGA 1232 

I i | I M H I i I f I M i 1 1 1 1 1 I I I 1 1 1 I I ! 1 1 i I i I 1 i I i 1 1 ! I 1 1 1 1 I r I f 1 1 1 1 I I I 
Sbj ct 128 6 AAAC TGCTC TC C TAGG G AATGG &G AAAGSC C CC C T GGG SC GAAG GAAGC GCCCC CC T T G A 1347 

Query 1233 C ACTCTCGCTGG TGAAGCCAAGCGGGAGSGGAGCTGCGC CCTCCC TGACC TC CCAGGCTG 1342 

I 1 M I M 1 11 I I M I II 1 1 ! 1 1 I 1 1 I M I I N N I 1 I I I I I 1 1 I M I i I I f M I t I H M 
Sbj ct 134 8 CACTCTCGCTGGTGAAGCCAAGCGGGAGGGGAGCTGCGCCCTCCCTGACCTCCCAGGCTG 1407 

Query 1343 CGGCTCAGGTGGCC AACC AGGCCC TGATCCGGGGT GAC TGGAACCGGGGC GGTG GGG T G A 1402 

I II I I II H II I I II II II II 1 I II I M M I i II I II I! I I I II I II II I i I II II M H 
Sbj c t 140 6 CGGCTCAGGTGGCCAACCAGGCCCTGATCCGGGGTGACTGGAACCGGGGCGGTGGGGTGA 1467 

Query 1403 GGGTGGCCAGCGTACAACAGGTCCCTCCCCGGCTTCCTCCGGAGGCCCGGCCCGGCCGGA 1462 

i i i i m i i i i i t i i i i i h i i ii i i i i i i I i i i i m i i i i i i i u u i i n i i i i n i m 

Shicz 1468 GGGTGGCCAGCGTACAACAGGTCCCTCCCCGGCTTCCTCCGGAGGCCCGGCCCGGCCGGA 1S27 
Query 1463 GGATGTTCAGCACCTCTGCCTTGCAGGGTGCCCAGGGGGGTGCCAGGGCTTTGCTTGGAG 1522 

1 1 1 n 1 1 \ i n i n i hi i i i n n n i in n 1 1 n 1 1 n in i ii n 1 1 1 1 1 1 1 n n 

Sbjct 1526 GGATGTTCAGCACCTCTGCCTTGCAGGGTGCCCAGGGGGGTGCCAGGGCTTTGCTTGGAG 1537 

Query 1523 GCTACTCCCAAGCCTACGGGACTGTCTGCCACTCGGCACTGGGCCACCTGCCCCTGCTGG 1532 

1 1 1 H I I I H I i I H I I I H I II II i I 1 1 1 1 H II H II I H I II \ Ii I I I 1 1 II H I I I 
Sbicr. 1536 GCTACTCCCAAGCCTACGGGACTGTCTGCCACTCGGCACTGGGCCACCTGCCCCTGCTGG 1647 

Query 1533 AGGGGCACCATGTGTGA 1599 

I 1 1 I H I H I I H I I II 
Sbjct 1646 AGGGGCACCATGTGTGA 1664 
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Score = 12S2 bits (672), Expect = 0.0 
Identities = 721/736 (97%}, Gaps ■ 12/736 (1%) 
Strand=?lus/?Ius 



Query 


1 


Sbjct 


33 


Query 


61 


5b jet 


93 


Query 


121 


Sbict 


153 


Query 


181 


Sbjct 


213 


Query 


241 


Sbjct 


273 


Query 


301 


5b jet 


333 


Query 


361 


Sbict 


387 


Query 


421 


Sbict 


447 


Query 


451 


Sbjct 


504 


Query 


541 


Sbict 


564 


Query 


€01 


Sbjct 


€24 


Query 


661 


Sbict 


684 


Query 


721 


Sbict 


741 



6GCGTCCTGGCCGCCAIGTGCACCGTAGTGGACCCTCGCATTGTCCGGAC-ATACCTACTC 60 
i I M I I 1 j i I i I I I II II H II 1 I I II I I! II ! M M I I I I II M II II I II I I I M ! II 
GGCGTCCTGGCCGCCATGIGCACCGTrGIC-GACCCTCGCATTGTCCGGAGATACCTACTC 92 



AGGCGGCAGCTCGGGCAGGGGGCCTATGGCATTGTGTGGAAGGCAGTGGACCGGAGGACT 
! I I I H 1 I I I 1 1 ! M I ! M I ) I 1 I M 1 1 1 I H 1 1 1 1 i I 1 1 H 1 1 H i 1 1 1 I M II I I ) 1 1 
AGGCGGCAGCTCGGGCAGGGGGCCTATGGCATTGTGTGGAAGGCAGTGGACCGGAGGACT 



Mill! 
CACTGAC- 



M I I ? I I I M 11 II II 1 M I U I I H i I II ! I II I I II I i I I i I I 
-AACGCAGTCATCCGGAAGGGCGGCCTGCTGCAGGACGTCCACGTG- — 



TCCATCTTCIACCAGCTCCTGCGGGCCACCCGGTTCCTCCACTCGGGGCACGTTGTGCAC 
! I ; M I ! M ! I M I I I II 1 M I ! I M I M ! i M I ! I ! I! M M I M M ! I M M I I I f I ! 
ICCATCITCIACCAGCTCCTGCGGGCCACCCGGTTCCTCCACICGGGGCACGITGTGCAC 

CGGGACC AGAAGCC G T CC AATGTGC TCCTGG ATGCCAAC TGCACAGTGAAGC T GT GT G AC 
j I i M I 1 1 II i M I M II fl M II I 1 1 I i I I M I M M I M i I 1 1 i I IE If I I II H 
CGGGACC AG AAGCCGTCC AATGTGC TC CIGGAI AAC TGCACAGTGAAGCTGTGT G AC 

TTTGGCCTGGCCCGCTCCCTGGGCGACCTCCCCGAGGGGCCTGAGGACCAGGCCGTGACA 
1 1 I M M I J I ! M I M I I I I M I I 1 M I M II I M ill I ! M I 1 M N II M I I M f I i 
TTTGGCCTGGCCCGCTCCCTGGGCGACCTCCCTGAGGGGCCTGAGGACCAGGCCGTGACA 

GAG T AC GTGGCCACACGCTGG TACCGAGC ACCGGAGG TGCTGC TC TC TTCGCACC GAT AC 
i M 1 1 M I i I i I M ! I 1 1 1 1 i I i I 1 M I I M I U i I ! I I ( j N I ! I 1 1 1 I I M 1 I ! I ! 1 1 
GAGTACGTGGCCACACGCTGGTACCGAGCACCGGAGGTGCTGCTCTCTTCGCACCGATAC 

AC CCT TGGGGTGG AC ATGT GG AGTC TGGGCTGT ATCC TGGGGGAGATGC TGCGGGGGAG A 
I I i I M II II I I M ii I I 1 I I M I II i I 11 i I M ! i i I H ! M M t M I I I M H I I M I 
ACCCTTGGGGTGGACATGTGGAGTCTGGGCTGTATCCTGGGGGAGATGCTGCGGGGGAGA 

CCCC TGTTCCCCGGC AAGTCC ACCC TC CACC AGCTGGAGCTGATCCTGGAGAC CATC CCA 
!l!!illli|lMli| IIMMHI Mlii II I I I f I 1 I II I I I I I I I M f I I U 
CCCCTGTTCCCCGGCACGTCCACCCTNCACCA GG AGCTGATCCTGGAGACCATC CCA 

CCGC CATC TGAGGAGG 736 

IIMIMIillMIII 

CC GC CATC TGAGGAGG 156 



120 



130 



GGTGAGGTCGTGGCCATCAAGAAAATCTTTGATGCTTTTAGGGATAAGACAGATGCCCAG 

I I 1 1 j I ] II I I M I ! I 1 1 1 1 1 1 < I 1 1 I I H 1 1 H I M II I ! N 1 1 I 1 I M I 1 I M M M i 
GGTGAGGTCGTGGCCATCAAGAAAATCTTTGATGCTTTTAGGGATAAGACAGATGCCCAG 212 

AGAACATTCCGGGAAATCACGCTCCTCCAGGAGTTTGGGGACCATCCCAACATCATCAGC 240 

M I N II I i U I! I M II 1 1 H I I II i 1 1 II M II 1 1 1 1 1 II I I i H I II I U I I I 1 1 1 1 
AGAACATTCCGGGAAATCACGCTCCTCCAGGAGTTTGGGGACCATCCCAACATiCATCAC-C 272 

CTCCTTGACGTGATCCGGGCAGAGAACGACAGGGACATTTACCTGGTGTTTGAGTTTATG 300 

I I 1 1 1 1 H ! I J M I I M I I I 1 I I M H I 1 1 J I I I 1 1 1 1 1 1 M 1 1 1 I 1 1 1 I I M I I I I H I 
CTCCT TGACG7G AT CCGGGCAGAGAAC GACAGGGACATT I ACC TGGTGT T T G AGT TT AT G 332 

GACACTGACCTGAACGCAGTCATCCGGAAGGGCGGCCTGCTGCAGGACGTCCACGTGCGC 360 



336 
420 
446 
430 
503 
540 
563 
€00 
623 
€60 
633 
720 
740 



The BLAST alignments clearly demonstrate that Yan's SEQ ID NO:l does not disclose a 
nucleotide sequence which at least 97% identical to the nucleic acid molecule of SEQ ID NO:l 5 
to nucleotides 48-1682 of SEQ ID NO:l, or to the cDNA insert of the recited plasmid (which 
encodes SEQ ID NO:2). 
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Yan does not expressly or inherently disclose any of the polynucleotides recited in 
independent claim L Yan therefore does not anticipate any of claims 1-12. Please withdraw the 
rejection. 

Respectfully submitted, 
BANNER & WITCOFF, LTD. 



By: C^hAlM . 

Lisa M. Hemmendi&Ber 



Dated: July 19,2006 

'"iger 

Reg. No. 42,653 

Customer No. 22907 
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